The genus Trichinella is currently divided into seven species and at least three additional, unclassified genotypes, Trichinella T6, T8 and T9, where both T8 and T9 have been deemed very similar to T. britovi. Other than for the non-encapsulated species, the absence of distinguishing morphological characters and the overlapping nature of the biological characters within this genus make these traits unsuitable for diagnosis. Consequently, we have developed a simple PCR test for the unequivocal differentiation of all currently recognized species of Trichinella including Trichinella T6. DNA sequence data from each Trichinella genotype were generated from internal transcribed spacers, ITS1 and ITS2, and from expansion segment V (ESV) of the rDNA repeat, from which five different PCR primer sets were chosen. When used simultaneously, this primer mix generates a simple and unique electrophoretic DNA banding pattern for each species and genotype. The ESV-derived primer set contributes at least one band to each agarose gel-derived genotypic pattern and therefore functions as an internal control for PCR integrity. Geographical isolates of each Trichinella genotype were used to verify the reliability and reproducibility of respective DNA banding patterns using single muscle larvae.
W ithin most parasite genera, distinct morphological and/or biological characters exist among the species that permit differentiation and classification. However, other than for non-encapsulated species, the absence of distinguishing morphological characters and the overlapping nature of the biological characters within the genus Trichinella make these traits unsuitable for accurate diagnosis.
In 1988 the International Commission on Trichinellosis established the Trichinella Reference Center (TRC) (Pozio et al., 1989) at the Istituto Superiore di Sanita'
in Rome, Italy, and empowered it to function as an international resource for identifying and cryopreser- Bandi et al., 1993; Dupouy-Camet et al., 1994) as well as specific primers (Wu et al, 1997; Wu et al., 1998) Genomic DNA (1 ng) from each Trichinella genotype was amplified in a multiplex PCR reaction containing primer pairs I, II, III, IV and V (Table I) . Primer sets were generated from sequence alignments of both the ESV and ITS regions of the rDNA repeat from each Trichinella genotype. All primer concentrations were 0.25 M except for primer pair IV (Table I) a Primer sets as reported in Table I . 
